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Fig.3 Comparative analysis of NRPS content in plant pathogenic bacteria of different nutrition types
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Differences in gene clusters of synthesizing secondary metabolites
of plant pathogenic fungi with different nutritional types

ZHU Youpeng, HAN Changzhi

The Yunnan Province Key Laboratory of Forest Disaster Warning and Control ,
College of Biodiversity Conservation s Southwest Forestry University s Kunming 650224 ,China

Abstract Twenty-two fungi with whole genome sequence published and the antiSMASH database
were used to classify and annotate the gene clusters of synthesizing secondary metabolites of plant patho-
genic fungi with different nutritional types in order to clarify the role of secondary metabolites of plant
pathogenic fungi with different nutritional types in infecting plants and the differences in gene clusters.
The results showed that the type and number of gene clusters of synthesizing secondary metabolites of
hemi-biotrophs and necrotrophs fungi were higher than that of biotrophs fungi. The results of further
analyzing the gene clusters of synthesizing secondary metabolites of non-ribosomal peptide synthetase,
polyketide synthase and terpene showed that the number of NRPS gene clusters, PKS gene clusters and
terpene gene clusters in hemi-biotrophs and necrotrophs pathogenic fungi were higher than that in
biotrophs pathogenic fungi as well. It will provide an important theoretical basis for further analyzing the
function of the gene cluster of synthesizing secondary metabolites of different trophic types of fungi and
identifying new drug targets. Analyzing the gene clusters of synthesizing secondary metabolites in fungi
and clarifying the differences in gene clusters of synthesizing secondary metabolites of different nutrition
types of fungi is conducive to the better development of medicaments for preventing and controlling no-
vel action targets of plant diseases.

Keywords plant pathogenic fungi; nutrition types; gene clusters of synthesizing secondary metabo-

lites; immune defense response
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